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· 2.1.1. Talent searching for the protein sequence in the UniProt database using accession code P0DTC9. 00:00-00:06
· 2.1.2. Optimize the sequence for E. coli expression using the IDT codon optimization tool. 00:00-00:50
· Inserting the optimised sequence in a SnapGene template for the expression construct backbone (Bonus). 00:50-01:27
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· 3.12.3. Software interface measuring and analyzing spot intensities.  00:00-03:04
· 3.12.4. Spreadsheet showing labeled spot intensity data.  03:05-03:30
· 3.13.1. Calculation of mean for triplicate spot intensities. 03:31-05:15 
· 3.13.2. Calculation of standard deviation for triplicate spot intensities. 03:31-05:15
· 3.13.3. Subtraction of the nitrocellulose membrane background from sample measurements 05:16-06:03
· 3.14. 3.14. Finally, use the given equation to obtain a cut-off value for the interpretation of -/+ (positive or negative) results. 06:04-07:13
· Plotting the cut-off-subtracted data into a bar graph (Bonus). 07:14-08:15



